One mayor drawback is the computational time that it takes to compute a #$%& (X,Y) distribution where we compare every sequence with every other (often 10^12 single computations). Due to this, advanced computational resources as well as efficient software and memory management is required. However, the data suggests that calculating all levenshtein distances for each sequence and each round is not necessary and it is sufficient to look at the Top1000 enriched sequences to draw conclusions (at least in this SELEX experiment). This fact reduced the calculation efforts required by several orders of magnitude. We can conclude that comparing Top1000 vs all sequences by its levenshtein distance can improve the process of SELEX round selection for future work. Additionally, using only the Top1000 made the computation feasible on a desktop computer by reducing the computational time by several orders of magnitude. Sequences found in SELEX round 10. Both, 5'-and 3'-regions are removed for clarity. The reported stem loop (5'-CTGCTTCGGCAG-3') is underlined allowing for one mismatch/mutation. * including constant regions.
Supplementary
Supplementary Table S8 For every fluoroquinolone, the dissociation constant (K D ) was determined by fluorescence titration and activity in vivo was measured by standard GFP fluorescence assay using the CFX-riboswitch. The standard deviation (± SD) is reported in brackets for the titration experiments and regulatory activity, respectively.
* EFX reduced the growth rate of yeast approx. 10-fold [data not shown].
